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In This IssueThe SAGA Continues.
PAGE 1553
Durand et al. position the deubiquitination (DUB)module from the yeast transcriptional coactivator SAGA using single-particle
EM. The DUB module, found close to Gcn5, defines a chromatin-binding interface within SAGA witnessed by the binding of
nucleosomes.From Viral Stability to Improved Vaccines
PAGE 1560
Rinco´n et al. show that thermolability of foot-and-mouth disease virus is medi-
ated by electrostatic repulsion between negatively charged residues close to
protein-protein interfaces. Fully infectious virions of increased thermostability,
which are important for development of thermostable vaccines, were obtained
by mutating these charged residues.CC Chemokine at Work
PAGE 1571
Millard et al. describe a structure of a CC chemokine bound to a fragment of a
chemokine receptor, including two critical sulfotyrosine residues. Comparison
with CXC chemokine:receptor pairs suggests that initial binding of the receptor
sulfotyrosine residues guides subsequent steps in receptor activation.Kv7.1 Channel: Calmodulin at the Gate
PAGE 1582The Kv7.1 channel plays a central role in repolarization of the cardiac myocyte during its action potential, and mutants cause
long QT syndrome. Sachyani et al describe structure-function studies of the Kv7.1 channel intracellular C-terminal domain in
complex with calmodulin, providing insights into the channel gating mechanism.It’s a SIGN-R1
PAGE 1595
SIGN-R1 receptor mediates a novel complement activation strategy. Silva-Martı´n et al. provide evidence of two independent
binding sites in SIGN-R1, allowing simultaneous binding of both immune glycoproteins and microbial polysaccharide com-
ponents during activation of the classical complement pathway.Native-like Photosystem II Superstructure
PAGE 1607
Photosystem II natively exists in extended rows within the thylakoid membrane. Hellmich et al. observe that such a super-
structure was recreated inside a protein crystal by detergent extraction after crystallization. The alignment of light harvesting
pigments across dimer boundaries suggests a role in distributing photon energy to multiple reaction centers.Activation of the Mitotic Kinase Bub1
PAGE 1616
The mitotic kinase Bub1 is a master regulator of chromosome segregation and installs a mitosis-
specific histonemark at kinetochores. Lin et al. establish an unusual autophosphorylation event as
a critical mechanism that activates Bub1 towards histone H2A and provides structural insights
into this activation.Structure of the Microtubule-Binding Domain of Flagellar Dynein
PAGE 1628
Dyneins move on microtubules (MTs); however, the binding affinity of flageller dynein-c to a MT is low. Through structural
work, Kato et al. show that the MT-binding domain of flageller dynein-c has a flap structure, which may hamper strong bind-
ing. Moreover, dynein-c lacks some charged residues required for strong binding.Structure 22, November 4, 2014 ª2014 Elsevier Ltd All rights reserved v
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In This IssueAutoinhibition of Nedd4-Family Ubiquitin Ligases
PAGE 1639
HECT-type ubiquitin ligases have key functions in signal transduction. Using NMR and biochemical analyses, Mari et al.
demonstrate that C2 domain-mediated autoinhibition regulates Nedd4-family ligases on two levels: by interfering with ubiq-
uitin transthiolation and by blocking noncovalent ubiquitin binding to the HECT domain.Transition State Regulator AbrB
PAGE 1650
AbrB is a DNA-binding regulator controlling multiple survival strategies in infectious strains of Clostridia, Listeria, and Bacilli.
Olson et al. provide a structural model of full-length AbrB and show that it possesses a strip of positive electrostatic potential
that encompasses its primary DNA binding region.Helping GPCRs Crystallize
PAGE 1657
The majority of GPCRs have been crystallized as fusion proteins. A small solu-
ble protein such as T4 lysozyme is inserted between transmembrane segments
to facilitate crystal lattice contacts. Thorsen et al. describe two modified ver-
sions of T4 lysozyme that can be used to optimize crystal quality.StrandTwister
PAGE 1665
Major a helices can be detected from cryo-EM density maps at medium resolutions of 5–10 A˚. However, it has been a chal-
lenging problem to detect b strands from such data. Si and He propose a newmethod, StrandTwister, to trace b strands from
cryo-EM density maps.EPR for Transmembrane Protein Oligomers
PAGE 1677
The structure of transmembrane protein oligomers remains difficult to study. Edwards et al. use EPR measurements of inter-
protein distances to verify a model of the proteorhodopsin hexamer. Gd3+-based spin labels are shown to improve measure-
ments in oligomers by reporting multiple distances better than traditional labels.vi Structure 22, November 4,Extracellular Vesicles for Membrane Proteins by cryo-EM
PAGE 1687
An elegant approach to display target membrane proteins on cell-derived vesicles in the topolog-
ically correct orientation is presented by Zeev-Ben-Mordehai et al. Structural analysis by cryo-EM
of those vesicles allowed reconstruction of the target proteins and mapping of the spatial distri-
bution on the membrane.2014 ª2014 Elsevier Ltd All rights reserved
